TABLE OF CONTENTS

Figure S1
Sample diagnostics to globally assess data similarities and identify outliers.
Figure S2
Mean-variance curve modeling and fitting of a local regression trend line by voom.
Figure S3
Sample characterization.
Figure S4
Principal Components Analysis (PCA) and hierarchical clustering analysis before accounting for batch effects.
Figure S5
Gene ontology trees.
Figure S6
UTR length distribution by developmental stage.
Figure S7
Visualization of changes in primary trans-splicing sites across developmental stages.
Table S1
Experimental design.
Table S2
Dinucleotide acceptor site usage frequency.
Dataset S1
Coordinates of novel ORFs.
Dataset S2
Results from differential expression analysis of L. major metacyclogenesis using limma (protein-coding genes from TriTrypDB v 6.0).
Dataset S3
Results from differential expression analysis of L. major metacyclogenesis using limma (protein-coding genes from TriTrypDB v 6.0 and 1,044 novel ORFs).
Dataset S4
Enriched GO categories and corresponding differentially expressed genes.
Dataset S5 UTR coordinates. n/a n/a n/a n/a 2 n/a n/a n/a n/a 3 4,095 Figure S1 . Sample diagnostics to globally assess data similarities and identify outliers. RNA-seq was carried out using the Illumina platform on L. major procyclic and metacyclic promastigotes. Letters (A-F) in the sample name refer to experimental batch. Numbers are unique identifiers as shown in Table S1 . were used to determine 5´ UTR coordinates. The CDS/ORF end coordinate and associated polyadenylation sites were used to determine 3´ UTR coordinates. For each UTR coordinate, the number of reads that mapped to that site in each developmental stage are reported.
